Anaplasma phagocytophilum in ticks from parks in the Emilia-Romagna region of northern Italy.
The aim of this study was to assess the prevalence and phylogenetic characterisation of Anaplasma phagocytophilum in ticks in three parks of the Emilia-Romagna region of northern Italy, an area in which no survey of this agent had previously been conducted. A total of 360 tick samples were analysed; 292 were sourced from the environment and 68 from animals and humans. Real-time polymerase chain reaction revealed that 33 tick samples (9.2%) were positive for A. phagocytophilum. Ixodes ricinus was the only species found positive from the samples retrieved from the environment and was the most commonly infected among ticks removed from hosts. Sequence analysis of the 23S-5S rRNA gene performed on 23 samples revealed six variant sequences that differed by only a few nucleotides when compared to the GenBank sequences from humans, horse and small mammals. Msp4 gene sequences obtained from 7 samples were compared to those described in ruminants, especially roe deer (Capreolus capreolus) and goat isolates from different countries. The results of this study provided evidence of the circulation of A. phagocytophilum in the sites studied and indicated the possible involvement of wild ruminants. Additional studies that extend the sampling areas, or cover different sites, would contribute to a better understanding of the ecology and disease dynamics of A. phagocytophilum in northern Italy and would provide valuable information on zoonotic risks.